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Introduction
Proteins are one of the major actors in cellular processes and perform many different functions, which are required for the survival of a cell and an organism. Depending on the cell type, a different set of proteins will be available to ensure proper functioning of the cell within a larger context, for instance an organ. Typically, a cellular process is controlled by many different proteins that form a sophisticated network of interactions. Some proteins are even part of larger complexes, so-called molecular machines and the majority of interacting members are required to carry out a specific molecular task. In Systems Biology, we can use the networks of protein interactions to help us understand highly complex cellular processes. Here, we present PsicquicGraph, a web component to visualize molecular interactions from PSICQUIC services. We have realized PsicquicGraph using BioJS 5 , an open source JavaScript library of components for visualization of biological data on the web.
The PsicquicGraph component
The minimal input for PsicquicGraph is (i) the URL of a valid PSICQUIC server, (ii) a valid MIQL query, (iii) a target container (HTML tag; usually a DIV) identifier to render the interactions graph and (iv) a proxy URL to bypass the same domain policy constraint in JavaScript.
Using the MIQL query, PsicquicGraph queries the PSICQUIC server. After retrieving the interactions in PSIMITAB 6 format, the interactions are parsed by PsicquicGraph and the graph is rendered using Cytoscape.js 7 ( Figure 1a ).
The code below illustrates how to initialize PsicquicGraph by providing the minimal input. The query defined finds the first 100 human interactions (restricted by maxResults) and the psicquicUrl provided corresponds to the IntAct database. The name given to target constitutes the identifier of the component container. By default, PsicquicGraph renders the graph using a circle layout. However, other layouts (force-directed, hierarchy, grid, random and preset) can be defined while initializing the component. Similarly, different visualization attributes such as node shape, color and font family can be defined (Figure 1b) .
Conclusions
PsicquicGraph is a publicly available web component to render interactions from PSICQUIC servers. It relies on PSICQUIC and open data databases in order to simplify the rendering of complex protein-protein interaction networks.
The adoption of the BioJS specification facilitates PsicquicGraph integration, testing and documentation in addition to the potential exposure to new users. PSICQUIC servers offer a standardised method for accessing proteomic interaction databases. From a biologists point of view, and the BioJS initiative are extremely positive as it will allow for the PsicquicGraph retrieval of information from various databases in a seamless manner.
Software availability
Technically speaking, cleverly takes advantage of BioJS, Cytoscape.js as well as MILQ by PsicquicGraph providing useful interactions within all these modules. The links provided in this article allows access to decent documentation of the tool and also provides a useful working example.
Improvements
I consider that this article could be improved by listing the 28 databases that the authors claim to have registered with PSICQUIC and making them available in this article. That would allow the reader to easily figure out how important this standardization is.
I spent some times trying, but I was not successful in recreating the example in the window mode as advised by the authors (I tried Chrome, Firefox and Safari). I was thus not able to experience the demo example completely, which is bad for a web tool.
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The component described in this article is already useful -mainly in that it provides a standard way of interacting with these existing modules and provides a single point of focus for future development. However there are some obvious developments the authors should make in a following version of the article that would make the component more useful:
Registering events (such as when a user selects a "node" or "edge"). Providing access to the underlying "cytoscape" javascript instance (to allow manipulation of the network after it has been created).
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